Skin tissue grinding fluid and nasal discharge from the patient were collected and cultured on Löwenstein-Jensen medium at 32°C and 37°C. The grown colonies of bacteria on Löwenstein-Jensen medium were then carefully transferred to Middlebrook 7H10 agar with Middlebrook oleic albumin dextrose catalase (OADC) enrichment and cultured at 37°C.
Genome Analyses
Circular genome maps were generated using Circos (Version 0.64) based on analysis of the coverage of sample sequencing reads, single-nucleotide polymorphisms (SNPs), and InDels.
The coding genes were predicted by GeneMarkS software. CRISPRdigger was used to predict the CRISPRs (clustered regularly interspaced short palindromic repeats) of the genome.
Scattered repeat sequences were predicted by RepeatMasker software, and TRF searched for tandem repeats in DNA sequences. Functional annotations were performed using the nonredundant protein (Nr) database, SwissProt, the Kyoto Encyclopedia of Genes and Genomes (KEGG) database, Cluster of Orthologous Groups of proteins (COG), Gene Ontology (GO), and protein fami-lies (Pfam). Antimicrobial resistance genes were detected based on the Antibiotic Resistance Genes Database (ARDB) and Comprehensive Antibiotic Resistance Database (CARD). Virulence factor annotation was carried out based on Virulence Factors of Pathogenic Bacteria database (VFDB) and Pathogen-Host Interactions database (PHI).
Phylogenetic Analyses
The phylogenetic tree was built based on the 16S rRNA gene sequence of M. 
